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ABSTRACT Acinetobacter baumannii is an opportunistic human pathogen with the
ability to develop multiple resistances against the main antibiotic classes. It causes
nosocomial infections, especially in intensive care units. Here, we present the draft
genome sequences of three isolates (AB1, AB2, and AB3) from humans, collected
from two hospitals in Tabriz, Iran.
Acinetobacter baumannii is a Gram-negative coccobacillus. It causes nosocomialinfections, such as bacteremia and soft tissue and skin infections, especially in burn
patients (1). Because of the extraordinary ability of Acinetobacter to develop resistances
against multiple antibiotic classes, clinicians face a major problem, especially in inten-
sive care units (ICUs). Here, we present the draft genomes of three A. baumannii isolates
(AB1, AB2, and AB3) from two hospitals in Tabriz, Iran.
Strain AB1 was isolated from the blood of a newborn child in the neonatal ICU at the
children’s hospital in Tabriz, Iran, using BD BACTEC blood culture medium. Strain AB2
was collected from the tracheal tube of a male using a sterile tube with physiological
serum (0.9% NaCl), in the ICU of Sina Hospital in Tabriz. Strain AB3 was isolated from
a scar sample of a 4-year-old child in the burn ICU of Sina Hospital, using Amies
transport medium. The samples followed the routine methodology of diagnostic
procedures and grown overnight at 37°C on blood agar and MacConkey agar (MA).
Subsequently, nonlactose A. baumannii colonies were identiﬁed with conventional
biochemical tests. Single colonies on Mueller-Hinton agar (Sigma-Aldrich, St. Louis, MO,
USA) were then selected, and DNA extraction was performed with the Maxwell system
(Promega, Madison, WI, USA) including the RSC cultured cell kit according to the
manufacturer’s instructions. Colonies were identiﬁed to the species level with PCR of
the rpoB gene (1). Genomic DNA was extracted as previously described, and the Nextera
XT kit (Illumina, San Diego, CA, USA) was used for preparing DNA libraries according to
the manufacturer’s instructions. The libraries were paired-end sequenced (2 251-bp
read length) with Illumina’s MiSeq platform. The quality of the FastQ ﬁles was assessed
with FastQC version 0.11.8 (http://www.bioinformatics.babraham.ac.uk/projects/fastqc/),
and all per-base-sequence quality score means were greater than 20. The ﬁles were de
novo assembled in the CLC bio Genomics Workbench version 7.04 (Qiagen, Aarhus,
Denmark) with a minimum contig length of 500 bp. Assembly metrics can be found in
Table 1. The contigs were annotated with the NCBI Prokaryotic Genome Annotation
Pipeline (2), and the number of protein coding DNA sequences (CDSs) are shown in
Table 1. The sequence types (STs) were determined at pubMLST (3). Strains AB1 and
AB2 belonged to ST2, whereas strain AB3 belonged to ST136. Previously, these STs have
been reported from China and Kuwait (4–6). In addition, antibiotic resistance genes
were identiﬁed with ResFinder version 3.1 (7), and various types of resistance genes
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were found. Aminoglycoside, beta-lactam, and tetracycline resistance genes were
identiﬁed in all three strains, whereas only strains AB1 and AB2 carried macrolide
resistance genes. A single sulfonamide resistance gene was found in strain AB3. All
genes were identiﬁed with a nucleotide identity of 90% and query sequence coverage
of 90%.
Data availability. The draft genome sequences of strains AB1, AB2, and AB3 have
been deposited in DDBJ/ENA/GenBank under the accession numbers RXLS00000000,
RXLT00000000, and RXLU00000000, respectively. The versions described here are
the ﬁrst versions, RXLS01000000, RXLT01000000, and RXLU01000000, respectively.
The Sequence Read Archive accession numbers are SRR8380009, SRR8380008, and
SRR8380007, respectively.
ACKNOWLEDGMENTS
This project was approved by code of ethics IR.TBZMED.REC.1395.117 and is part of
the Ph.D. thesis of the ﬁrst author (thesis number 5-35638).
REFERENCES
1. Sheikhalizadeh V, Hasani A, Ahangarzadeh Rezaee MA, Rahmati-yamchi
M, Hasani A, Ghotaslou R, Goli HR. 2017. Comprehensive study to inves-
tigate the role of various aminoglycoside resistance mechanisms in clin-
ical isolates of Acinetobacter baumannii. J Infect Chemother 23:74–79.
https://doi.org/10.1016/j.jiac.2016.09.012.
2. Angiuoli SV, Gussman A, Klimke W, Cochrane G, Field D, Garrity GM,
Kodira CD, Kyrpides N, Madupu R, Markowitz V, Tatusova T, Thomson N,
White O. 2008. Toward an online repository of standard operating pro-
cedures (SOPs) for (meta)genomic annotation. OMICS 12:137–141. https://
doi.org/10.1089/omi.2008.0017.
3. Jolley KA, Chan M-S, Maiden MCJ. 2004. mlstdbNet—distributed multi-
locus sequence typing (MLST) databases. BMC Bioinformatics 5:86. https://
doi.org/10.1186/1471-2105-5-86.
4. Wen H, Wang K, Liu Y, Tay M, Lauro FM, Huang H, Wu H, Liang H, Ding Y,
Givskov M, Chen Y, Yang L. 2014. Population dynamics of an Acinetobacter
baumannii clonal complex during colonization of patients. J Clin Micro-
biol 52:3200–3208. https://doi.org/10.1128/JCM.00921-14.
5. Li H, Liu F, Zhang Y, Wang X, Zhao C, Chen H, Zhang F, Zhu B, Hu Y, Wang
H. 2015. Evolution of carbapenem-resistant Acinetobacter baumannii re-
vealed through whole-genome sequencing and comparative genomic
analysis. Antimicrob Agents Chemother 59:1168–1176. https://doi.org/10
.1128/AAC.04609-14.
6. Wibberg D, Salto IP, Eikmeyer FG, Maus I, Winkler A, Nordmann P, Pühler A,
Poirel L, Schlüter A. 2018. Complete genome sequencing of Acinetobacter
baumannii strain K50 discloses the large conjugative plasmid pK50a encod-
ing carbapenemase OXA-23 and extended-spectrum -lactamase GES-11.
Antimicrob Agents Chemother 62:e00212-18. https://doi.org/10.1128/AAC
.00212-18.
7. Zankari E, Hasman H, Cosentino S, Vestergaard M, Rasmussen S, Lund O,
Aarestrup FM, Larsen MV. 2012. Identiﬁcation of acquired antimicrobial
resistance genes. J Antimicrob Chemother 67:2640–2644. https://doi.org/
10.1093/jac/dks261.












AB1 70 365 24.2 3,880 39.0 3,709
AB2 76 289 31.9 3,864 39.0 3,666
AB3 89 243 36.3 4,121 38.7 3,955
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